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NGS Data Analysis Pipeline 
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                        NGS data analysis: pipelinesIntroduction



Genome Maps

          A next-generation web-based genome browserIntroduction



                              Local genetic variability

      1) http://www.ciberer.es/bier/exome-server/

Introduction

CIBERER Spanish Variant Server

http://www.ciberer.es/bier/exome-server/


                              Local genetic variabilityIntroduction

CIBERER Spanish Variant Server



1. Sequence preprocessing1. Sequence preprocessing

2. Mapping

3. Variant calling

4. Variant prioritization
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                        BiERapp:  discovering variantsIntroduction
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Can I interpret sequencing data for diagnostic?

TEAM: Targeted Enrichment Analysis and Management
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1. Sequence preprocessing1. Sequence preprocessing

2. Mapping

3. Quantification

6. Functional Profiling
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                       RNA-Seq Data Analysis

5. Differential expression

4. Normalization

Introduction


